Figure 1 (SEQ IDNO:724) 
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85P1B3 SSH sequence and GenBank homology to OIP5 

GATCAGAGGACACATGGGACTCTGCATCTTAATTCCTAAATTTA 

AGATAAGTATTATGAATrCAATAAGAATCTAAAGTAAGTTClTAAGGCAAATAGCTATAAA 

GAGAAGAATCCTTAGTCTCTCATCITCT 

TAAAGGTAAATAGAAACTGCATTTCCCCT^ 

TAAGCAGCACCTGTTG1TGAAGACAGCAATAAAGCCTGAACCTGACACTCAAGCTTTGGTACA 
GGATC 



gb|AF025441.1|AF025441 Homo sapiens Opa-interacting protein... 632 e-179 
gb|AF158642.1|AF158642 Homo sapiens metalloproteinase-disin... 42 0.12 
gb|AC005075.2|AC005075 Homo sapiens clone RG219E16, complete 42 0. 12 
emb|AL096773.6|HS1000E10 Human DNA sequence from clone 1000... 40 0.48 



>gb|AF02544Ll|AF025441 Homo sapiens Opa-interacting protein OIP5 mRNA, partial cds 
Lengths 1197 

Score = 632 bits (319), Expect = e-179 
Identities = 3 19/3 19 (100%) 
Strand = Pius / Minus 



Query; 
Sbjct: 



1013 



gatcagaggacacatgggactctgcatcttaattcctaaatttacagtcaaagacatttt 60 

Ml 1 1 MM II I Ml II I II I III IIIII1MI I II 1 1 1 1 1 1 1 1 11 1 1 II Ml I II II 1 1 

gatcagaggacacatgggactctgcatcttaattcctaaatttacagtcaaagacatttt 954 



Query: 
Sbjct: 



61 



953 



cagagataagtattatgaattcaataagaatctaaagtaagttcttaaggcaaatagcta 

I IMIIMIIIMIIIIIIIIIIIIMMII IIHM llllll III IMIIIIIIIIMI 

cagagataagtattatgaattcaataagaatctaaagtaagttcttaaggcaaatagcta 



120 



894 



Query: 
Sbjct: 



121 



893 



taaaagagaagaa tec t tag tc tc tea tc 1 1 c taaaaacagc t tcacaaa t aa 1 1 tggaa 

MM IMIIMIIIIMIIIIIIIIIIIIIIIII III III III IIMIIIIMIIIIIII 

taaaagagaagaa tccttagtctctcatcttctaaaaacagct tcacaaa taatttggaa 



180 



834 



Query: 
Sbjct: 



181 



833 



aatcagcctaaaggtaaatagaaactgcatttcccctccattcttgaagccaatcttttt 

MIIIIIIIMIIIimillllll llllll MINIMUM lllllllllltllllll 

aatcagcctaaaggtaaatagaaactgcatttcccctccattcttgaagccaatcttttt 



240 



774 



Query : 241 caagaaa tgac t aagcagcacc tg t tg t tgaagacagcaa taaagee tgaacc tgacac t 

1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 

Sbjct : 773 caagaaatgac taagcagcacc tg t tg t tgaagacagcaa taaagee tgaacc tgacac t 

v 

Query: 301 caagctttggtacaggatc 319 (SEQ ID NO:725) 

I III llllll II Mil Ml , CMm 

Sbjct; 713 caagctttggtacaggatc 695 (SEQ ID NO:726) 



300 



714 
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Figure 2 ■ 

cDNA Sequence and ORJF of 85P1B3/OIP5 clone A 
(SEQ ID NO:727) 

* 9 18 27 36 45 54 

5 ' GGC TGC GGG AAG ATG GCG GCT CAG CCG CTG CGG CAT CGC TCA CGT TGT GCA ACG 



(SEQ ID NO:728y-* KAAQPLRHRSRCAT 

63 72 81 90 99 * 108 

CCG CCC CGG GGG GAC TTT TGT GGT GGC ACT GAG AGG GCG ATT GAC CAA GCT TCT 



p P }R G ~d| FCGGTERAIDQAS 

117 126 135 144 153 162 

TTT ACG ACC TCC ATG GAG TGG GAT ACG CAG GTG GTG AAG GGG TCC TCG CCG CTC 



FTTSMEW DTQVVKGSSPL 

171 180 189 198 207 216 

GGC CCC GCA GGG CTG GGG GCT GAG GAG CCA GCC GCC GGC CCG CAG CTG CCG TCT 



GPAGLGAEE PAAGPQLPS 

22S " 234 243 252 261 270 

TGG CTG CAG CCT GAG AGG TGC GCT GTG TTC CAG TGC GCA CAG TGT CAC GCA GTG 



W1.QPERCAVFQCAQCHAV 

279 288 297 306 315 324 

CTC GCC GAC TCG GTG CAC CTC GCC TGG GAC CTG TCG CGG TCC CTC GGG GCC GTG 



LADSVHLAWDLSRSLGAV 

333 342 351 360 369 378 

GTC TTC TCC AGA GTT ACA AAT AAC GTC GTT TTG GAA GCG CCC TTC CTA GTT GGC 



VFSRVTNNVVL EAPFLVG 

387 396 405 414 423 432 

ATT GAA GGT TCA CTC AAA GGC AGT ACT TAC AAC CTT TTA TTC TGT GGT TCT TGT 



IEGSLKGSTYNLL FCGSC 

441 450 459 468 477 486 

GGG ATT CCC GTT GGT TTC CAT CTG TAT TCT ACC CAT GCT GCC CTG GCT GCC TTG 



GIPVGFHLYSTHAALAAL 

495 504 513 522 531 540 

AGA GGT CAC TTC TGC CTT TCC AGT GAC AAA ATG GTG TGC TAT CTC TTA AAA ACA 



RGHFCL.SSDKMVCYLLKT 

549 558 567 576 585 594 

AAA GCC ATA GTA AAT GCA TCA GAG ATG GAT ATT CAA AAT GTT CCT CTA TCA GAA 



KAIVNASEMD I QNVPLSE 

603 612 621 630 639 648 

AAG ATT GCA GAG CTG AAA GAG AAG ATA GTG CTA ACG CAC AAT CGC TTA AAA TCA 



KIAELKEKIVLTHNRLKS 
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CTA 


657 
ATG AAG 


ATT 


666 
CTG AGT 


GAA 


675 
GTG ACT 


CCT 


684 

GAC CAG 


TCC 


693 

AAG CCA 


GAA 


702- J 
AAC TGA 


L 


M K 


I 


h S 


E 


V T 


P 


D Q 


S 


K P 


E 


N 


TCC 


7 11 
'XX 

TGT ACC 


AAA 


/ zu 
GCT TGA 


GTG 


79Q 

TCA GGT 


TCA 


GGC TTT 


ATT 


GCT GTC 


TTC 


/ DO 

AAC AAC 


AGG 


765 
TGC TGC 


TTA 


774 
GTC ATT 


TCT 


/ O j 

TGA AAA 


AGA 


*7 Q O 

TTG GCT 


TCA 


AGA ATG 


GAG 


GGG AAA 


TGC 


819 
AGT TTC 


TAT 


ROD 

TTA CCT 


TTA 


R ~K 1 

GGC TGA 


TTT 


TCC AAA 


TTA 


Q *k ^ 
ODD 

TTT GTG 


AAG 


004 

CTG TTT 


TTA 


873 
GAA GAT 


GAG 


AGA CTA 


AGG 


QQ1 
O J X 

ATT CTT 


CTC 


q ft n 
TTT TAT 


AGC 


TAT TTG 


CCT 


TAA GAA 


CTT 


927 
ACT TTA 


GAT 


936 
TCT TAT 


TGA 


945 
ATT CAT 


AAT 


954 
ACT TAT 


CTC 


963 
TGA AAA 


TGT 


972 
CTT TGA 


981 

CTG^TAA ATT 


TAG 


990 
GAA TTA 


AGA 


999 
TGC AGA 


GTC 


1008 
CCA TGT 


GTC 


1017 

CTC TGA 


TCT 


1026 
AAA GTT 


GCA 


1035 
TGG TTG 


GTC 


1044 

TGA AAA 


TAG 


1053 
AGT TGG 


GCT 


1062 
TAA TGT 


TGA 


1071 

CTT CTA 


TTA 


1080 
CTC CTG 


CAT 


1089 
GGA GCA 


GTT 


1098 
GTT ATG 


AAT 


1107 
ACT AAT 


ACA 


1116 
TCA CTT 


TTT 


1125 
AAC TTC 


TGT 


1134 
AAA ATA 


CAG 


1143 
ATC ATA 


ATA 


1152 
TTC TAT 


AGG 


1161 
TAA TGT 


TTA 


1170 
ATA AAT 


TGC 


1179 
CTG AAT 


AAT 


1188 
AAA AAA 



1197 1206 1215 1224 1233 1242 

AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA 



1251 1260 
AAA AAA AAA AAA AAA AAA AA 3 ' 



09 ! 9 O S P f G*4*5? d O F h 
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Figure 3 



85P1B3/OIP5 protein sequence . (SEQ ID NO:729) 

1 MAAQPLRHRS RCATPPRGDF CGGTERAXDQ ASFTTSMEWD TQWKGSSPL GPAGLGAEEP 
61 AAGPQLPSWL QPERCAVFQC AQCHAVLADS VHLAWDLSRS LGAWFSRVT NNWLEAPFL 
121 VGIEGSLKGS TYNLLFCGSC GIPVGFHLYS THAALAALRG HFCLSSDKMV CYLLKTKAIV 
181 NASEMDIQNV PLSEKIAELK EKXVLTHNRL KSLMKILSEV TPDQSKPEN* 



-"!^( "ir iL-Ji C i. is 3 Ji^pi 
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Figure 4 

Alignment of 85P1B3 with OIP5. 

>gi[2815610|gblAAC39561.1| (AF02544i) Opa-interacting protein OIP5 [Homo sapiens] 
Length = 23 1 

Score = 462 bits (1189), Expect = e- 130 > 

Identities = 229/229 (100%), Positives = 229/229 (100%) 

85P1B3: 1 WAAQPLRHRSRCATPPRGDFCGGTERAirjQASFTTSMEWDTQVVKGSSPLGPAGr^AEEP 60 

HAAQPLRHRSRCATPPRGDFCGGTERAI 
OIP5: 3 MAAQPLRHR5RCATPPRGDFCGGTERAIDQASFTTSMEWDTQVVKGSSPI^ 62 

85P1B3: 61 AAGPQLPSVnJQPERCAWC^AQCHAVLADSVHI^^ 120 

AAG PQLPSV/LOPERCAVTOCAOCHAVT^ADSVHLAWDLSRS LGAWFSRVTNNWLEAPFL 
OIP5: 63 AAGPQLPSWIX2PERCAVF(^AC^K^VLJ^ 12 2 

85P1B3:121 VGI EGSLKGSTYNIjLFCGSCGI PVGFHLYSTHAAIJVAIJIGHFCLSSDKMVCYXIJCTKAI V 180 

VGIEGSLKGSTYNLLFCGSCGIPVGFHLYSTHAALAALRGHFCLSSDKMVCYLLKTKAIV 
OIP5: 123 VGIEGSI^GSTYNLLFCGSCXIIPVGFHLYSTHAALAAI^ 182 

85P1B3 :181 hL\SEMDIQNVPLSEKIAElJCEKIVLTHNRL^SL 1 MKII^EVTPDQSKPE^ 229 (SEQ ID NO*730) 

NA^EMDIQNVPLSEKIAELKEKIVLTHNRLKSLKKILSEVTPDQSKPEN " 
0IP5: 183 NASEMDIQNWLSEKIAELKEKIVX.THNRIJCSLMKILSEVTPDQSKPEN 231 (SEQ ID NO*73l) 
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Figure 5: 85P1B3 Hydrophilicity profile ' ' 

(Hopp TP., Woods K.R., 1981 . Proc. Natl. Acad. Sci. U.S.A. 78:3824-3828) 




s t -A -"ij- 4ii_ u.Ji j;p ii.;: 1 , « ii.ji ^-r'C ^ ^ *L 
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Figure 6: 85P1B3 Hydropathicity Profile 

(Kyte J., Doolittle R.F., 1982. J. Mol. Biol. 157:105-132) 
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Figure 7: 85P1 B3 % Accessible Residues Profile 

(Janin J, 1979. Nature 277:491-492) 
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Figure 8: 85P1 B3 Average Flexibility Profile 

(Bhaskaran R., Ponnuswamy P.K., 1988. 
Int. J. Pept. Protein Res. 32:242-255) 
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Figure 9: 85P1 B3 Beta-turn Profile 

(Deleage, G., Roux B. 1987. Protein Engineering 1:289-294) 
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